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RETAINED PROTEIN DOMAINS
reading frame unclear

Gasdermin pore forming domain

Calponin homology (CH) domain

Smoothelin cytoskeleton protein

SUPPORTING READ COUNT

Split reads = 283
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 253
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 2
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
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Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 218
Discordant mates = 1
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Cadherin−like
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SUPPORTING READ COUNT

Split reads = 218
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Calcium−activated chloride channel

SUPPORTING READ COUNT

Split reads = 189
Discordant mates = 1
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Periplasmic copper−binding protein (NosD)

SUPPORTING READ COUNT

Split reads = 151
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 9

p13.2

chromosome 9

p13.2

EXOSC3
ENST00000327304.10

FBXO10
ENST00000432825.7

breakpoint1
chr9:37783914

breakpoint2
chr9:37516085

0

6406

C
ov

er
ag

e

4 3 2 1 11 10 9 8 7 6 5 4 3 2 1

21 1110

2 kbp
introns not to scale

FBXO10
EXOSC3

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

EXOSC3 FBXO10

RETAINED PROTEIN DOMAINS
reading frame unclear

Periplasmic copper−binding protein (NosD)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Neuronal helix−loop−helix transcription factor 

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 129
Discordant mates = 0
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Neuronal helix−loop−helix transcription factor 

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 122
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 6
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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reading frame unclear

CP2 transcription factor

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 83
Discordant mates = 0



chromosome 7

q11.21

chromosome 5

q13.2

GUSB
ENST00000304895.9

NAIP
ENST00000523981.5

breakpoint1
chr7:65964323

breakpoint2
chr5:71003857

0

11743

C
ov

er
ag

e

12 11 10 9 8 7 6 5 4 3 2 1 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1110987654321 151413121110987654

2 kbp
introns not to scale

N
A

IP

GUSB

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

GUSB NAIP
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reading frame unclear

Glycosyl hydrolases family 2, sugar binding domain

Glycosyl hydrolases family 2

Glycosyl hydrolases family 2, TIM barrel domain

NLRC4 helical domain

NOD2 winged helix domain

NACHT domain

Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Peptide hormone

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 0
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reading frame unclear

Peptide hormone

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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ADCYAP1
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reading frame unclear

Peptide hormone

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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reading frame unclear

Peptide hormone

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1
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reading frame unclear

Peptide hormone

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

AF−4 proto−oncoprotein N−terminal region

DNA repair protein REV1 C−terminal domain

Ubiquitin binding region

impB/mucB/samB family C−terminal domain

impB/mucB/samB family

BRCT domain, a BRCA1 C−terminus domain

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

AF−4 proto−oncoprotein N−terminal region

DNA repair protein REV1 C−terminal domain

Ubiquitin binding region

impB/mucB/samB family C−terminal domain

impB/mucB/samB family

BRCT domain, a BRCA1 C−terminus domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

DNA repair protein REV1 C−terminal domain

Ubiquitin binding region

impB/mucB/samB family C−terminal domain

impB/mucB/samB family

BRCT domain, a BRCA1 C−terminus domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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AFF3 REV1

RETAINED PROTEIN DOMAINS
reading frame unclear

AF−4 proto−oncoprotein N−terminal region

DNA repair protein REV1 C−terminal domain

Ubiquitin binding region

impB/mucB/samB family C−terminal domain

impB/mucB/samB family

BRCT domain, a BRCA1 C−terminus domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

DNA repair protein REV1 C−terminal domain

Ubiquitin binding region

impB/mucB/samB family C−terminal domain

impB/mucB/samB family

BRCT domain, a BRCA1 C−terminus domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

AF−4 proto−oncoprotein N−terminal region

DNA repair protein REV1 C−terminal domain

Ubiquitin binding region

impB/mucB/samB family C−terminal domain

impB/mucB/samB family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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NPHP3 ACAD11

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

Phosphotransferase enzyme family

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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DCAF10 DMAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

Domain of unknown function (DUF4536)

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Iml2/Tetratricopeptide repeat protein 39

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Iml2/Tetratricopeptide repeat protein 39

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Iml2/Tetratricopeptide repeat protein 39

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Iml2/Tetratricopeptide repeat protein 39

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SH3GL1 LRRC8E

RETAINED PROTEIN DOMAINS
reading frame unclear

BAR domain

SH3 domain

Leucine rich repeat

Pannexin−like TM region of LRRC8

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

PDZ domain

FYVE−type zinc finger

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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